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OLIGODEOXYNUCLEOTIDE Xol26 



5'-CCCGGGAAGCTT feCTTAGG) STTAAAGAAAGTGGTGCTGGGCAAAAAAGGG-3' 
prepro-HSA ■ »»> V1 domain of CD4 receptor 



OLIGODEOXYNUCLEOTIDE Xol27 



Smal Hinddl 



g- CCCGGGfiAGCTTp TAGAAAGCTAGCACCACGATGTCTAT-a' 

V2 domain of CD4 receptor 




Figure 1 



pl n/4i 



MstH 

C£II^KTTAAAGAAAGTGGTGC7GGGCAAAAAAGGGGArACAGTGGAA 
01 11 21 31 41 51 61 71 



AGAGCATACAATTCCACTGGAAAJUCTCCAAC 
76 86 96 106 116 126 136 146 



GTCCATCCAAGCTGAATGATCGCGCTGACTCAAGAAGAAGCCTTTGGGACCA 
151 161 171 181 191 201 211 221 



AGAATCTTAAGATAGAAGACTCAGATACTTACATCTGT^ 
226 236 246 256 266 276 286 296 



TGTTCGGATTGACTGCCAACTCTGACACCCACCTGCTTCAGGGGCAGAGCCTGACCCTGACCTTGGAGAGCCCCC 
301 311 321 331 341 351 361 . 371 



CTGGTAGTAGCCCCTCAGTGCAATGTAGGAGTCCAAGGGGTAAAAACATACAGGGGGGGAAGACCCTCTCCGTGT 
376 386 396 406 416 426 436 446 



CTCAGCTGGAGCTCCAGGATAGTGGCACCTGGACATGCACTGTCTTGCAGAACCAGAAGAAGGTGGAGTTCAAAA 
451 461 471 481 491 501 511 521 

Hindi!! Smal 
TAGACATCGTGGTGCTAGCTTTCTA AMGCIICCC2SG 
526 536 546 556 



Figure 2 



pi.vm/4i 

( 5£k ID ^ 0m ^\ MetLysTrpValT^rPhell^^ 

f c ir>r00.^5"/ AAGCTTATGAAGTGGGTAACCTTTATT7CCCTTC I ? rTr CTCTTrAGCTCGGCTTATTCCAGGGGTGTGTTTCGf 

cstuiv J 11 21 31 41 51 61 71 

ArgAspAlaHisLysSerGluValAlaHisArgPheLysAspLeuGlyGluGIuAsr^heLysAlal.euValLeu 
CGAGATGCACACAAGAGTGAGGTTGCTCATCGGrTTAAAGAITTGGGAGAAG 
76 86 96 106 116 126 136 146 

IleAlaPheAlaGlnTyrLeuGlnGlnCysProPheGluAspHisValLysLeuValAsnGluValThrGluPhe 
ATTGCCTTTGCTCAG7ATCTTCAGCAGTGTCCATTTGAAGATCATGTAAAATTA 
151 161 171 181 191 201 211 221 

AlaLysThrCysValAlaAspGluSerAlaGluAsnCysAsoLysSerLeuHisThrLeuPheGlyAsoLysLeu 
GCAAAAACATGTG7TGCTGATGAGTCAGCTGAAAATTGTGACAAATCACTT 
226 236 246 256 266 276 286 296 

CysThrValMaThrLeuAxgGluThrTyr^^ 

TGCACAGTTGCAACTCTTCGTGAAACCTATGGTGAAATGGCTGACTGCTGTGCAAAACAAGAACCTGAGAGAAAT 
301 311 321 331 341 351 361 371 

GluCysPheLeuGlnHisLysAspAspAsnProAsnLeuProArgLeuValArgProGluValAspValMetCys 
GAATGCTTCTTGCAACACAAAGATGACAACCCAAACCTCCCCCGAT^ 
376 386 396 406 416 426 436 446 

ThrAlaPheHisAspAsnGluGluThrPheLeuLysLysTyrLeuTyrGluIleAlaArgArgHisProTyrPhe 
ACTGCTTTTCATGACAATGAAGAGACATTTTTGAAAAAATACTTATATGAAATTG^ 
451 461 471 481 491 501 511 521 

TyrAlaProGluLeuLeuPhePheAlaLysArgTyrLysAlaAlaPheThrGluCysCysGlnAiaAlaAspLys 
TATGCCCCGGAACTCCTITrCTTTGCTAAAAGGTATAAAGCT 
526 536 546 556 566 576 586 596 

AlaAlaCysLeuLeuProLysLeuAspGluLeuArgAspGluGlyLysAlaSerSerAlaLysGlnArgLeuLys 
GCTGCCTGCCTGTTGCO^GCTCGATGAACTTCGGGATGAAGGGAAGGCTTCGTCTGCCAAACA 
601 611 621 631 641 651 661 671 

CysAlaSerLeuGlnLysPheGlyGluArgMaPheLysAlaTrpAlaValAlaArgLeuSerGlnArgPhePro 
TGTGCCAGTCTCCAAAAATTTGGAGAAAGAGCTTTCAAAGCATGGGCA 
676 686 696 706 716 726 736 746 

LysAlaGluPheAlaGluValSerLysLeuValThrAspLeuThrLysValHisThrGluCysCysHisGlyAsp 
AAAGCTGAGTTTGCAGAAGTTTCCAAGTTAGTGA<^ 
751 m 761 771 781 791 801 811 821 

LeuLeuGluCysAlaAspAspArgAlaAspLeuAlaLysTyrlleCysGluAsnGlnAspSerlleSerSerLys 
CTGCTTGAATGTGCTGATGACAGGGCGGACCTTGCCAAGTATATCTGTGAAAATCAAGATTCGATCTCCAGTAAA 
826 836 846 856 866 876 886 896 

LeiiLysGluCysCysGluLysProLeuLeuGluLysSerHisCysIleAlaGluValGluAsnAspGluMetPro 
CTGAAGGAATGCTGTGAAAAACCTCTGTTGGAAAAATCCCACTGCATTGCCGAAGTGGAAAAT 
901 911 -921 931 941 951 961 971 

AlaAspLeuProSerLetaAlaAlaAspPheValGluSerLysAspValCysLysAsnTyrAlaGluAlaLysAsp 
GCTGACTTGCCTTCATTAGCTGCTGATTTTG 
976 986 ' 996 1006 1016 1026 1036 1046 



Figure 8A 




ValPheLeuGlyMetPheLeuTyrGluTyrAlaArgArgHisProAspTyrSerValvalLeuIeuLeuArgLeu 
GTCTTCCTGGGCATGTTTTTG7ATGAATA7GCAAGAAGGCATCCTC^TTACTCTGTCGTACTGCTGCTGAGAC~ 
1051 1061 1071 1081 1091 1101 1111 1121 

AlaLysThrTyrGluThrThrLeuGluLysCysCysAlaAlaAlaAspProHisGluCysTyrAlaLysVal?ne 
GCCAAGACATATGAAACCACTCTAGAGAAGTGCTGTGCCGCTGCAGATCCTCATGAATGC7AIGCCAAAGTGTTC 
1126 1136 1146 1156 1166 1176 1196 1196 

AspGluPheLysProLeuValGluGluProGlnAsnLeuIleLysGlnAsnCysGluLeuPheGluGlnleuGly 
GATGAATTTAAACCTCTTGTGGAAGAGCCTCAGAATTTAATCAAACAA 
1201 1211 1221 1231 1241 1251 1261 1271 

GluTyrLysPheGlnAsnAlaLeuLeuVaiArgTyrThrLysLysValProGlnValSerThrProThrLeuVal 
GAGTACAAATTCCAGAATGCGCTATTAGTTCGTTACACCAAGAAAGTACCCCAAGTGTCAACTCCAACTCTTGT^ 
1276 1286 1296 1306 1316 1326 1336 1346 

GluValSerArgAsnLeuGlyLysValGlySerLysCysCysLysHisProGluAlaLysArgMetProCysAla 
GAGGTCTCAAGAAACCTAGGAAAAGTGGGCAGCAAATGTTGTAAACATCCTG 
1351 1361 1371 1381 1391 1401 1411 1421 

GluAspTyrLeuSerValValLeuAsnGlnLeuCysValLeuHisGluLysThrProValSerAspArgValThr 
GAAGACTATCTATCCGTGGTCCTGAACCAGTTATGTGTGTTGCATGAGAAAACGCCAGTAAGTGACAGAGTCACC 
1426 1436 1446 1456 1466 1476 1486 1496 

LysCysCysThrGluSerLeuValAsnArgArgProCysPheSerAlaLeuGluValAspGluThrTyrValPro 
AAATGCTGCACAGAATCCTTGGTGAACAGGCGACCATGCTTTTCAGCT 
1501 1511 1521 1531 1541 1551 1561 1571 

LysGluPheAsnAlaGluThrPheThrPheHisAlaAspIleCysThrLeuSerGluLysGluArgGlnlleLys 
AMGAGTITAATGCTGAAACATTCACCTTCCATGCAGATATATGCACACTTTC 
1576 1586 1596 1606 1616 1626 1636 1646 

LysGlnThrAlaLeuValGluLeuValLysHisLysProLysAlaThrtysGluGlnLeuLysAlaVaLMetAsp 
AAACAAACTGCACTTGTTGAGCTTGTGAAACACAAGCCCAAGGCAACAAAAGAGG 
1651 1661 1671 1681 1691 1701 1711 1721 

AspPheAlaAlaPheValGluLysCysCysLysAlaAspAspLysGluThrCysPheAlaGluGluGlyLysLys 
GATTTCGCAC£TTTTGTAGAGAAGTGCTGCAAGGCT 
1726 1736 1746 1756 1766 1776 1786 1796 

LeuValAlaAlaSerGlnAlaAlaLeuGlyLeuLysLysValValLeuGlyLysLysGlyAspThrValGluLeu 
CTTGTTGCTGCAAGTCAAGCTGCCII^ 
1801 1811 1821 1831 1841 . 1851 1861 1871 

ThrCysThrAlaSerGlnLysLysSerlleGlnPheHisTrpLysAsnSerAsnGlnlleLysIleLeuGlyAsn 
-ACCTGTACAGCTTCCCAGAAGAAGAGCATACAACTCCACTGGAAAAACTCCAACCAGAT 
1876 1886 1896 1906 1916 1926 1936 1946 

GlnGlySerPheLeuThrLysGlyProSerLysLeuAsnAspArgAlaAspSerArgArgSerLeuTrpAspGln 
CAGGGCTCCTTCTTAACTAMGGTCCATCCAAGCTGAATGATCK 
1951 1961 1971 1981 1991 2001 2011 2021 

GlyAsnPheProLeuIlelleLysAsnLeuLysIleGluAspSerAspThrTyrlleCysGluValGluAspGIn 
GGAAACTTCCCCCTGATCATCAAGAATCTTAAGATAGAAGACTCAGATACTTACATCTGTGAAGTGGAGGACCAG 
2026 2036 2046 2056 2066 2076 2086 2096 

LysGluGluValGJnLeuLeuValPheGlyLeuThrAlaAsnSerAspThrHlsLeuLeuGlnGlyGlnSerLeu 
AAGGAGGAGGTGCAATTGCTAGTGTTCGGATTGACTGCCAACTCTGACACCCACCTGCTTCAGGGGCAGAGCCTG 
2101 2111 2121 2131 2141 2151 2161 2171 



Figure 8B 



PLX 



ThrLeuThrLeuGluSerProProGlySerSerProSerValGlnCysArgSerProArgGlyLysAsnlleGln 

accctgaccttggagagcccccctggtagtagcccct^ 

2176 2186 2196 2206 2216 2226 2236 2246 

GlyGlyLysThrLeuSerValSertlnl^uGluLeu^ 

GGGGGGAAGACCCTCTCCGTGTCTCAGCTGGAGCTCCAGGATAGTGGCACCTGGAC^ 
2251 2261 2271 2281 2291 2301 2311 2321 

GlnLysLysValGluPheLysIleAspIleValValLeuAlaPhe*** 
C^GAAGAAGGTGGAGTTCAAAATAGACATCGTGGTGCTAGCTTTCTAAAAGCTT 
2326 2336 2346 2356 2366 2376 
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s , AGATCTTTGGAAAGAATTGCCCGTCTCGAAGAAAAAGTGAAAACT 
BglH 



© K A Q NS E ® A ST A N M® 

CTGAAAGCCCAGAACTCTGAGCTCCCATCCACGGCCAACATGCTG 



RE Q V A Q ® K Q L VGDA 

CGTGAACAGGTTGCACAGCTGAAGCAACTGGTTGGC GACGCC 3 . 
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I b I Cys Phe Ser Ala Leu Glu Vil A«p |Giu| Thr Tyr Val ========== 

r- TCC TTT TCA OCT CTQ OAA QTC OAT <3aA ACA TAC OTT ............ -T 

(5C^L | D KJO . ) I l g 8AU1 DELETION (YP«3) 

c$ea io too. * 

Cys Phe Ser Ala Leu Glu Val Asp Ala Leu Gly ============= 



TCA GCT CTQ OAA QTC QAT dCC TTA Gp| l ............... .}• 
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2 a 1 08^ IP Mo. 33? 

CEVEDQKEEVQLLVFGLTANSDT 

C04 (V1) 



HSA 



D A H K S E V 



2.b 



C T V L Q N QHTkI V EFKIDIVVLAF 

CD4 (V2) 



HSA 



D A H K S E V 



CTVLQNQK 
CD4 (V2) 



HSA 



0 A H K S E V 



(OPTIONAL) 

C ============ D A H K S E V 

CD4«« 



HSA 



Figure 38 



